. Omit F o -F c electron density maps in which the c-di-GMP molecules (shown as orange and green sticks) in the BldD CTD 2 -(c-di-GMP) 2 and BldD CTD(D116A) 2 -(c-di-GMP) 2 structures were omitted and the structure refined for 20 cycles before calculation of the electron density maps. Maps are contoured over the entire structures, shown as blue mesh and contoured at 3 σ. Two views are provided for each. The left shows the positions of the c-di-GMP bound between two CTD subunits (shown as transparent cartoons) and to the right are close up views of the electron density maps with the fit c-di-GMP molecules. (colored yellow) with that of the two S. venezuelae BldD CTD 2 -(c-di-GMP) 2 subunits (blue and magenta) in the asymmetric unit. The structures overlay well except for residues in and around motif 1 (115-120), which show flexibility in the intermediate structures. showing that the introduction of the D116A mutation in BldD does not affect protein stability. 10 µg total protein of cell extracts used for ChIP-seq experiments from S. venezuelae wildtype, SVNT18 (bldD (D116A)) and SV74 (∆bldD) were loaded per lane and separated on 15% SDS polyacrylamide gel. After electrophoresis, the proteins were transferred to a polyvinylidene difluoride (PVDF, Roth) membrane by electroblotting. BldD was detected using an anti-BldD polyclonal antibody. Bound primary antibodies were visualized by using anti-rabbit IgG-HRP (GE Healthcare) secondary antibodies and ECL chemiluminescent detection reagent (Perkin Elmer). 
